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Cloning and Expression Analysis of HcPEAMT

Gene from Halostachys caspica

CHANG Dan,ZHANG Xia,ZHANG Fuchun”
(Xinjiang Key Laboratory of Biological Resources and Genetic Engineering, College of Life Science and Technology, Xinjiang Uni-
versity, Urumgi 830046, China)

Abstract: Primers for phosphoethanolamine N-methyltransferase (PEAMT) gene from the halophyte Ha-
lostachys caspica were designed according to the EST sequence,and the full length cDNA of PEAMT gene
was cloned by using RACE (rapid amplification of ¢cDNA ends). The obtained ¢cDNA was named as
HcPEAMT. Sequence analysis indicated that HcPEAMT contains an open reading frame (ORF) of 1 482
bp,which encodes 494 amino acids with a molecular weight of 56. 3 kD and a theoretical pl of 5. 51. Con-
served domain analysis showed that HCPEAMT has two separate conserved domains of S-adenosylmethi-
onine-dependent methyltransferase,and each domain contains four motifs. Phylogenetic tree analysis indica-
ted that HCPEAMT was closer to the halophyte of Salicornia europaea. Real time quantitative PCR results
showed that the expression of HcPEAMT gene in assimilating branches and roots after salt stress for 3 h
was rapidly up-regulated and reached the highest,which was 4. 3-fold and 6. 7-fold of that of the respective
controls. When stressed by abscisic acid(ABA) , the expression of HcPEAMT gene in assimilating branches
and root reached the highest level at 3 and 12 h,and about 2. 6-fold and 2. 5-fold of the controls, respective-
ly. These results indicated that the expression of HcPEAMT gene was strongly induced by salt stress,and
also by ABA stress. Our results would help to clarify the relationship between HcPEAMT expression and
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plant resistance.
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HcPEAMT conservative protein domain structure
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